The multitude and variety of relationships that exist between individuals in very large pedigrees provide a wealth of information for genetic mapping of complex diseases. However, fully mining this information is computationally cumbersome and therefore impractical. This investigator solved this problem with development of a novel and very fast computational method that performs linkage mapping by identity-by-descent sharing in pedigrees of virtually unlimited size, even with hundreds of thousands of markers.
Both costs and benefits of sex correlate with relative frequency of asexual reproduction in cyclically parthenogenic Daphnia pulicaria populations, pp. 1497-1502
Desiree E. Allen and Michael Lynch
Sexual reproduction is generally believed to be beneficial because it expands expressed genetic variation, but sex can actually impede the adaptive progress of a population when gene action is nonadditive. This article takes advantage of the ability of Daphnia pulicaria to switch between sexual and asexual reproduction to directly compare the costs and benefits of sex in a series of populations that naturally vary their frequency of sex. Sex was found to result in changes in genotypic mean and genetic variance, and the magnitude of the attendant costs and benefits is inversely proportional to the frequency of sex. 
A genetic screen for increased loss of heterozygosity in

Chromosomal rearrangement inferred from comparisons of 12 Drosophila genomes, pp. 1657-1680
Arjun Bhutkar, Stephen W. Schaeffer, Susan M. Russo, Mu Xu, Temple F. Smith and William M. Gelbart This article describes the relationship of syntenic blocks of genes to the phylogenetic distribution of several Drosophila species. A large number of syntenic stretches of genes are conserved across these species despite the fact that a high rate of chromosomal rearrangements-macro-and micro-inversions-shuffle gene order.
Comparative genetics of hybrid incompatibility: Sterility in two Solanum species crosses, pp. 1437-1453
Leonie C. Moyle and Takuya Nakazato Why are some hybrids incompatible? Using a set of near-isogenic lines (of two related tomato species), genetic loci influencing hybrid pollen and seed infertility were found. Quantitative trait loci (QTL) for pollen and seed sterility are colocalized, suggesting a shared evolutionary history for these QTL.
Four quantitative trait loci that influence worker sterility in the honeybee (Apis mellifera), pp. 1337-1343
Peter R. Oxley, Graham J. Thompson and Benjamin P. Oldroyd Worker sterility in social insects is one of the most dramatic examples of genetically determined altruism, yet there are no candidates for genes that control this behavior. Using a line of honeybees with the rare property of highly fecund workers, these authors find evidence for genes that cause selfish cheating behavior in a social animal.
Polytene chromosomal maps of 11 Drosophila species:
The order of genomic scaffolds inferred from genetic and physical maps, pp. 1601-1655
